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Salt is one of the stress factors for anaerobes like Goals + 0.5 to 1 million MS/MS spectra per injection
vulgarls in the NaCI is found in

high at many DOE sites. The « Global view of proteome and changes in * Minimal sample handling/ SDS tolerance
L Uk et protein expression upon salt stress Control Salt 250 mM
responses to salt stress, we studied the proteome Solutions T=0h CO > Vo
composition and expression levels of D. vulgaris upon
exposure to NaCl at 250mM for approximately two hours. » Rapid one-fraction protocol for protein
Whole cell proteomes were extracted from cells before and N
after treated with NaCl or H,0. Protein compositions were extraction
assessed using the 3D LC-MS/MS technology developed at i
Diversa C ion. Proteins to over 50% of +3D IjC MS/MS forA cqmpr§hen§lve
the predicted 3,500 ORFs were identified among the three peptide and protein identification
samples. Relative protein abundance in each of the samples L .
were represented by the spectrum counts for each identified « Statistical tests based on the duplicated
protein. Lists of candidates that are potentially involved in i i ianifi
salt stress response were obtained. The significant arr:alysm o el Al > Samples were collected at C0, C1 and V1 states;
differences for proteins to be either up- or down-regulated changes > The same blomass was used fo conduct franscrptome and proteormic
were evaluated by the Local Pooled Error (LPE) test. The profiling experiments;
proteomic results were also compared to the ones from the > Each sample was run in duplicates to understand the reproducibility of the
same set of samples analyzed by alternative profiling proteomic experiment

The 3D provides tools for
detailed mapping as well as global view of gene expression
at protein levels during the stress response in D. vulgaris.
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% Nota lot of proteins were detected to be sttistically up-regulated following salt stress (p<=0.05)
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% An analysis of energy transduction and metabolic pathways suggests that cells are attempting (o slow —
down their overall energy metabolism to cope with the salt stress, while sill try to keep the exp S
level of some important components constant. 3
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